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<160> 6 

<170> Patentin Ver. 2,0 

<210> 1 
<211> 358 
<212> PRT 

<213> Homo sapiens 
<400> 1 

Met Gly Phe Asn Leu Thr Leu Ala Lys Leu Pro Asn Asn Glu Leu His 
15 10 15 

Gly Gin Glu Ser His Asn Ser Gly Asn Arg Ser Asp Gly Pro Gly Lys 
20 25 30 

Asn Thr Thr Leu His Asn Glu Phe Asp Thr lie Val Leu Pro Val Leu 
35 40 45 

Tyr Leu lie lie Phe Val Ala Ser lie Leu Leu Asn Gly Leu Ala Val 
50 55 60 

Trp lie Phe Phe His lie Arg Asn Lys Thr Ser Phe lie Phe Tyr Leu 
65 70 75 80 

Lys Asn He Val Val Ala Asp Leu He Met Thr Leu Thr Phe Pro Phe 
85 90 95 

Arg He Val His Asp Ala Gly Phe Gly Pro Trp Tyr Phe Lys Phe He 
100 105 110 

Leu Cys Arg Tyr Thr Ser Val Leu Phe Tyr Ala Asn Met Tyr Thr Ser 
115 120 125 



lie Val Phe Leu Gly Leu He Ser He Asp Arg Tyr Leu Lys Val Val 
130 135 140 



Lys Pro Phe Gly Asp Ser Arg Met Tyr Ser He Thr Phe Thr Lys Val 
145 150 155 160 

Leu Ser Val Cys Val Trp Val He Met Ala Val Leu Ser Leu Pro Asn 
165 170 175 

He He Leu Thr Asn Gly Gin Pro Thr Glu Asp Asn He His Asp Cys 
180 185 190 

Ser Lys Leu Lys Ser Pro Leu Gly Val Lys Trp His Thr Ala Val Thr 
195 200 205 

Tyr Val Asn Ser Cys Leu Phe Val Ala Val Leu Val He Leu He Gly 
210 215 220 

Cys Tyr He Ala He Ser Arg Tyr He His Lys Ser Ser, Arg Gin Phe 
225 230 235 240 

He Ser Gin Ser Ser Arg Lys Arg Lys His Asn Gin Ser He Arg Val 
245 250 255 

Val Val Ala Val Phe Phe Thr Cys Phe Leu Pro Tyr His Leu Cys Arg 
260 265 270 

He Pro Phe Thr Phe Ser His Leu Asp Arg Leu Leu Asp Glu Ser Ala 
275 280 285 

Gin Lys He Leu Tyr Tyr Cys Lys Glu He Thr Leu Phe Leu Ser Ala 
290 295 300 

Cys Asn Val Cys Leu Asp Pro He He Tyr Phe Phe Met Cys Arg Ser 
305 310 315 320 

Phe Ser Arg Arg Leu Phe Lys Lys Ser Asn He Arg Thr Arg Ser Glu 
325 330 335 

Ser He Arg Ser Leu Gin Ser Val Arg Arg Ser Glu Val Arg He Tyr 
340 345 350 



Tyr Asp Tyr Thr Asp Val 
355 



<210> 2 




<211> 1489 

<212> DNA 

<213> Homo sapiens 

<400> 2 

ccacgcgtcc ggagaatttg aaagggtgcc 
gatacctacc ttgtctggta ggggagatgt 
ttccctgccg accttagttt caaagcttat 
cttgaagaca ccgtatgagg tgaatggaca 
aggaataacc tatgctgaac ccacgcctca 
tttgcttaca gtgcatcaca actgaagaat 
aaataacgag ctgcacggcc aagagagtca 
aaagaacacc acccttcaca atgaatttga 
tatatttgtg gcaagcatct tgctgaatgg 
gaataaaacc agcttcatat tctatctcaa 
gctgacattt ccatttcgaa tagtccatga 
tattctctgc agatacactt cagttttgtt 
ccttgggctg ataagcattg atcgctatct 
gatgtacagc ataaccttca cgaaggtttt 
tttgtctttg ccaaacatca tcctgacaaa 
ctgctcaaaa cttaaaagtc ctttgggggt 
cagctgcttg tttgtggccg tgctggtgat 
gtacatccac aaatccagca ggcaattcat 
ccagagcatc agggttgttg tggctgtgtt 
cagaattcct tttactttta gtcacttaga 
cctatattac tgcaaagaaa ttacactttt 
aataatttac tttttcatgt gtaggtcatt 
cagaaccagg agtgaaagca tcagatcact 
atattatgat tacactgatg tgtaggcctt 
gtgtaaataa atgtttcttt tcattaataa 




ccaaaggaca atctctaaag gggtaaggga 60 
ttcgttttca tgctttacca gaaaatccac 120 
tcttaattag agacaagaaa cctgtttcaa 180 
gccagccacc acaatgaaag aaatcaaacc 240 
atcgtcccca agtgtttcct gacacgcatc 300 
ggggttcaac ttgacgcttg caaaattacc 360 
caattcaggc aacaggagcg acgggccagg 420 
cacaattgtc ttgccggtgc tttatctcat 480 
tttagcagtg tggatcttct tccacattag 540 
aaacatagtg gttgcagacc tcataatgac 600 
tgcaggattt ggaccttggt acttcaagtt 660 
ttatgcaaac atgtatactt ccatcgtgtt 720 
gaaggtggtc aagccatttg gggactctcg 780 
atctgtttgt gtttgggtga tcatggctgt 840 
tggtcagcca acagaggaca atatccatga 900 
caaatggcat acggcagtca cctatgtgaa 960 
tctgatcgga tgttacatag ccatatccag 1020 
aagtcagtca agccgaaagc gaaaacataa 1080 
ttttacctgc tttctaccat atcacttgtg 1140 
caggctttta gatgaatctg cacaaaaaat 1200 
cttgtctgcg tgtaatgttt gcctggatcc 1260 
ttcaagaagg ctgttcaaaa aatcaaatat 1320 
gcaaagtgtg agaagatcgg aagttcgcat 1380 
ttattgtttg ttggaatcga tatgtacaaa 1440 
aamaaaaaaa aaaaaaaag 1489 



<210> 3 
<211> 269 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artifi< 
sequence of the seven 
rhodopsin superfamily 



ial Sequence: consensus 

transmembrane domain 

from the Prosite data base 



<400> 3 

Gly Asn lie Leu Val lie Trp Val 
1 5 

Thr Pro Met Asn Tyr Phe lie Val 
20 



lie Cys Arg Tyr Arg Arg Met Arg 
10 15 

Asn Leu Ala Val Ala Asp Leu Leu 
25 30 



3 



Phe Ser Leu Phe Thr Met Pro Phe Trp Met Val Tyr Tyr Val Met Gin 
35 40 45 

Gly Arg Trp Pro Phe Gly Asp Phe Met Cys Arg lie Trp Met Tyr Phe 
50 55 60 

Asp Tyr Met Asn Met Tyr Ala Ser lie Phe Phe Leu Thr Cys lie Ser 
65 70 75 80 

He Asp Arg Tyr Leu Trp Ala He Cys His Pro Met Arg Tyr Met Arg 
85 90 95 

Trp Met Thr Pro Arg His Arg Ala Trp Val Met He He He He Trp 
100 105 110 

Val Met Ser Phe Leu He Ser Met Pro Pro Phe Leu Met Phe Arg Trp 
115 120 125 

Ser Thr Tyr Arg Asp Glu Asn Glu Trp Asn Met Thr Trp Cys Met He 
130 135 140 

3 Tyr Asp Trp Pro Glu Trp Met Trp Arg Trp Tyr Val He Leu Met Thr 
145 150 155 160 

gn He He Met Gly Phe Tyr He Pro Met He He Met Leu Phe Cys Tyr 
eg 165 170 175 



Trp Arg He Tyr Arg He Ala Arg Leu Trp Met Arg Met He Pro Ser 
180 185 190 

?f Trp Gin Arg Arg Arg Arg Met Ser Met Arg Arg Glu Arg Arg He Val 
SjJ 195 200 205 

"'^ Lys Met Leu He He He Met Val Val Phe He He Cys Trp Leu Pro 
210 215 220 

Tyr Phe He Val Met Phe Met Asp Thr Leu Met Met Trp Trp Phe Cys 

^ 225 230 235 240 

Glu Phe Xys He Trp Arg Arg Leu Trp Met Tyr He Phe Glu Trp Leu 
245 250 255 

Ala Tyr Val Asn Cys Pro Cys He Asn Pro He He Tyr 
260 265 



<210> 4 
<211> 20 



4 





<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
oligonucleotide primer 

<400> 4 

atcgtgttcc ttgggctgat 

<210> 5 
<211> 19 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer 



synthetic 



<400> 5 

tccgagagtc cccaaatgg 



19 



<210> 6 
<211> 29 
<212> DNA 

<213> Artificial Sequence 




Lis 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide probe 



synthetic 



<400> 6 

agcattgatc gctatctgaa ggtggtcaa 



29 




5 




MGFNLTLAKLPNMeCK 3.6 
CACXACTGXXCX XTG QQG TTC XAC TTG ACG CTTT CSCX AAA TTA CC\ h?X AAC GAG CTCS CAC 4a 

36 
IQG 

S6 
160 

75 
226 

56 
2Q6 

116 
136 

<oa 

1S6 
468 

176 
S2G 

196 

sea 

216 

64a 

236 
2S6 

76a 

2T6 
62Q 

296 
6GG 

3X6 

336 
1000 

3SG 
106Q 

° ^ ' 359 
GAT GTG TAG ,^q^^ 

CCCTTTTATTCrrTTCTTCttAATnCGATATCT 
AAAAC 
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GTT 
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R 
CCA 


I 

ATA 
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CTC 
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CAT 


p 
GAT 
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CCT 
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T fi 
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GTT 
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ATG 
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GCT 
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TCT 
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CCA 
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AAC 


Ps 
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XTC 
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CTG 
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AAT 
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COT 


Q 

CAG 


P 
CCA 


T 

AGA 
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G;^/3 


D 
GAG 
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AAT 


1 
ATC 
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CAT 


Ci 
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C 

TGC 
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TCK 


K 
AAA 
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CTT 
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ACT 


OCT 
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TTC 
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GTC 
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AAA 


TGG 


H 
CAT 


T 
ACG 


A 
CCA 


V 
GTC 


T 
ACC 


TAT 


V 

GTG 


I* 

A?jC 


S 
AGC 


C 
TGG 


L 
TTG 


F 
TTT 


V 

GTG 


1 ^ 


X 

GCC 


V 

GTG 


U 
CTG 


V 
GTG 


I 

ATT 


' h 

CTG 


I 

ATC 


G 
GGA 


C 
TGT 


Y 
TAC 


I 

ATA 


A 

CCC 


r 

ATA 


S 
TCC 


AGG 


Y 
TAG 


I 

ATC 


H 
CAC 


K 
AAA 


S 
TCC 




s 

ACC 


R 
AGG 




r 

TTC 


I 

ATA 


ACT 


Q 
CAG 


S 
TCA 


S 
AC-C 


R 

CCA 


K 
AAG 


R 
CCA 


K 
AAA 


H 
CAT 


H 

a;^c 


Q 

CAG 


S 
ACC 


T 
ATC 


R 
ACG 


V 
CTT 


J 


V 
GTT 


V 
CTC 


A 
CCT 


V 
CTC 


F 
TTT 


F 
TTT 


T 
ACC 


C 
TGC 


F 
TTT 


C 
CTA 


P 
OCA 


Y 
TAT 


H 

CAC 


L, 
TTG 


C 

TGC 


K 
AGA 


I 

ATT 


P 
CCT 


F 
TTT 


T 
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GAC 
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CTT 
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GAT 
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S 
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K 
A.^\ 
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LEGAL DBPT, 



Rfl^tj ve Expression CTli I Ohr used ns reference wmpic) 



Lymph Nodo 
Spleen 
Thymus 
Heart 
Brain 
Ujng 
Uver 
Fetal Liver 
Uver Fibrosis 

ThOOhr 
Tht OHr 
1712 OHr 
Th0 24hf 
Thi 24hr 
Th2 24hr 
C03 resting 
COS activated 
granulocyte? 
CD4 

coa 

B cell resting 
B cell activated 
PBMC mock JH 
PBMC activated II 

f 

mP8C034+ 
mPB C034- 
mPB leukocytes 
ABM C034+ 
ABM CD34- 
mBMC034- 
CB CD344. 
CB CD34- 
MOLT4 
K562 
HL60 

BM Megakarocytes 
&yth«3blasts 
mPB Megakarocyte 
Hep3b Nonmaxia 
Hep3b Hypoxia 
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